Key indicators: single-crystal X-ray study; T = 173 K; mean (C-C) = 0.003 Å; R factor = 0.029; wR factor = 0.075; data-to-parameter ratio = 18.3.
In the title compound, C 21 H 14 BrFO 2 S, the dihedral angles between the mean plane [r.m.s. deviation = 0.005 (1) Å ] of the benzofuran ring system and the pendant 4-fluorophenyl and phenyl rings are 1.50 (8) and 81.47 (6) , respectively. In the crystal, molecules are linked by weak C-HÁ Á ÁO hydrogen bonds into supramolecular chains running along the a-axis direction. A short SÁ Á ÁO contact [2.9623 (13) Å ] involving the sulfinyl groups is observed between inversion-related chains. Table 1 Hydrogen-bond geometry (Å , ). (Farrugia, 2012) and DIAMOND (Brandenburg, 1998); software used to prepare material for publication: SHELXL97.
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In the title molecule ( Fig. 1) , the benzofuran unit is essentially planar, with a mean deviation of 0.005 (1) Å from the least-squares plane defined by the nine constituent atoms. The dihedral angles between the mean plane of the benzofuran ring system and the pendant 4-fluorophenyl and phenyl rings are 1.50 (8) and 81.47 (6)°, respectively. In the crystal structure ( Fig. 2) , molecules are connected by weak C-H···O hydrogen bonds (Table 1) into chains extending along the a-axis direction, these chains are further packed into stacks by a sulfinyl-sulfinyl interaction (Choi et al., 2008) interpreted as similar to a type-ll carbonyl-carbonyl interaction (Allen et al., 1998) , with a S1···O2
ii distance of 
Refinement
All H atoms were positioned geometrically and refined using a riding model, with C-H = 0.95 for aryl and 0.98 Å for methyl H atoms. U iso (H) = 1.2U eq (C) for aryl and 1.5U eq (C) for methyl H atoms. The positions of methyl hydrogens were optimized rotationally. 
Computing details

Figure 1
The molecular structure of the title compound with the atom numbering scheme. Displacement ellipsoids are drawn at the 50% probability level. H atoms are presented as small spheres of arbitrary radius. Special details Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. Geometric parameters (Å, º) 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å
